IN THE CLAIMS: 

Please cancel claims 1-58 without prejudice. 
Please add the following new claims 59 to 130: 



59 (newly added) . A method of selling and/or 
licensing singleY\exon microarrays to a customer, the method 
comprising : 

making dta-ailable for computerized query a database 
having a plurality\of records, each record identifying a single 
exon microarray; 

responding\ to a customer query of the database by 
returning to the customer at least one record, or an identifier 
of the at least one record, that identifies at least one 
microarray that is responsive to the customer query; and 

offering ^r%dTe^artd/or license to the querying 

-.'A," \7 \ 



customer each of/tjae 

identified in the 

/ 

whereir 

/ 

disposed on each 



at 



at 



atyLeast one single exon microarrays 
record, 



leaat 50% lof the probes addressably 
\of sjaid at least one microarray are single 



exon probes that 



hkt \nc] 



lude a\ fragment of no more than one exon of 



a eukaryotic genome^ said /fragment selectively hybridizable at 
high stringency to. an e^preased gene, wherein said plurality of 

y \ \ 

nucleic acid_prbbes averages \at least 100 bp in length, and 
wherein said eukaryotic geriom^ averages at least one intron per 
gene , 



60 (newly added) 



le method of claim 59, wherein 



at least 95% of the nucleic acid probes addressably disposed on 
each of said at least one microarrays includes a selectively 



hybridizable portion <3^f no more than one exon of said 
eukaryotic genome . 



61 (newly ddddd) . The method of claim 59, wherein 

at least 50% of the single exon nucleic acid probes addressably 

\ \ 

disposed on each of said at least one microarrays further 
comprise, contiguous to\ a first end of said fragment, a first 
intronic and/or intergenVlc sequence that is identically 
contiguous to said fragment \in the genome. 



62 (newly added) , \ The method of claim 59, wherein 
at least 95% of said single\e^on nucleic acid probes 
addressably disposed on each\ oE said at least one microarrays 
further comprise, contiguous -toV^Ta^st end of said fragment, a 
first intronic and/or interg^sffS sequence ^fcjiat is identically 
contiguous to said fragment |n '&|e gencjme, 



i 

63 (newly added) . \/ r 
at least 50% of said single exo 

/ > 

addressably disposed on each o 
further comprise, (i) cont^i/j 
fragment, a first intronic and/or N 
identically contiguous <o said fra« 



U£ 



splaim 59, wherein 
probes 

one microarrays 
3t/ end of said 
^nteirgertic sequence that is 
\in the human genome, 



/ 

?ic/aci< 
fldXajfc' least 



o /a\f irst 



and (ii) contiguous to a second end of \ said fragment, a second 
intronic and/or intergenic sequence that is identically 
contiguous to said fragment in the human^genome. 



64 (newly added) 



The method of claim 59, wherein 



at least 95% of said single exon nucleic aci\d\probes 

\ 



addressably disposed on each of said at least one microarrays 
further comprise, (i) contiguous to a first end of said 
fragment, a fisst intronic and/or intergenic sequence that is 
identically contiguous to said fragment in the human genome, 
and (ii) contiguous to a second end of said fragment, a second 
intronic and/or intergenic sequence that is identically 
contiguous to said\ f ragment in the human genome. 



65 (newly added) . The method of claim 59, wherein 
at least 50% of said single exon nucleic acid probes 
addressably disposed on each of said at least one microarrays 
lack prokaryotic and bacteriophage vector sequence. 



6 6 ( nevtlw added\) 
at least 95% of said sing 
addressably disposed on 
lack prokaryotic and bactt 

/ 

67 (newly addetp 
at least 50% of said sin 
addressably dispose 
lack homopolymeric stretc 



The Method of claim 59, wherein 
exon nucleic acid probes 
of^s^ML^at least one microarrays 
vectlor sequence . 

lod of claim 59, wherein 
^exdri nucleic acid probes 

S^said at least one microarrays 
iTof A or T, 



68 (newly added) . The Jpethod of claim 59, wherein 
at least 95% of said single exon nubleic acid probes 
addressably disposed on each of said at least one microarrays 
lack homopolymeric stretches of A or\T. 



4 



69 (newly added) . The method of claim 59, wherein 
said eukaryotic \genome averages at least two introns per gene, 

70 (newly added) . The method of claim 59, wherein 
said eukaryotic ge\iome averages at least three introns per 
gene . 

71 (newly ^dded) . The method of claim 59, wherein 
said eukaryotic genomle averages at least five introns per gene. 

72 (newly added) . The method of claim 59, wherein 
said genome is a human genome. 



73 (newly added^^ The rn^hod of claim 59, wherein 
said steps of respondi^ng/feo customed \query and offering for 



sale and/or license/ to 
digital computer. / If 



he\ querying customer are performed by a 



74 (newly atpqed) ( ^{ The yfoethdd of claim 73, wherein 
each of said addressable disposed single exon probes comprises 
a nucleotide sequence ys^lect^a \£romyche group consisting of 
exon SEQ ID NOs : set flp^th in Tdb^fes 4, 5, 6, 7, 8, 9, 10, 11, 
12, and 13, and the com^ementp^D^hereof , and each of said 
single exon probes hybridizes und^r high stringency conditions 
to a nucleic acid molecule expressed in human cells or tissues, 



75 (newly added) . The method of claim 74, wherein 
each of the single exon probes of at \Least one of said at least 



5 



I 



one microarrayfe comprises a nucleotide sequence selected from 
the group consisting of exon SEQ ID NOs : set forth in Table 5. 

76 (newly added) . The method of claim 74, wherein 
said at least one microarray comprises at least a first single 
exon probe that includes SEQ ID NO: 1724 0 and a second single 
exon probe that inhludes SEQ ID NO: 17651. 

77 (newly \added) . The method of claim 76, wherein 
said at least one miaroarray is offered for sale. 

78 (newly added) . The method of claim 77, wherein 
said at least one microarray is offered for license. 

79 (newly addedJ^^^SI^^od of selling and/or 
licensing single exon proves to a\us^tomer, the method 
comprising : 

making ayai]dabl£ ^for com]iutferized query a database 
having a plurality/ of |pe</orc^, ea^h/record identifying a single 
exon probe; 

td /a(cus^mer quer^ of the database by 
^me^at least one yrecord, or an identifier 
of the at least^on^"^cqrd, than identifies at least one single 
exon probe that is re^qnsive to\tife customer query; and 



responding 
returning to the cu 



offering for saLe^dyor license to the querying 
customer each of the at least one jingle exon probes identified 
in the at least one record, 

wherein each of said offered single exon probes 
averages at least 100 bp in length, includes a fragment of no 

6 



more than one exon\ of a eukaryotic genome, said fragment 
selectively hybridAzable at high stringency to an expressed 
gene, and wherein sa^id eukaryotic genome averages at least one 
intron per gene. 

8 0 (newly a&ded) . The method of claim 79 , wherein 
at least 50% of said ocfered single exon probes further 
comprise, contiguous ta a first end of said fragment, a first 
intronic and/or intergenic sequence that is identically 
contiguous to said fragment in the genome. 



81 (newly adde&*T7 tK§" 
at least 50% of sa 
comprise, (i) contAguou 
first intronic and/or in 
contiguous to said fragm^Vit ih the hui 
contiguous to a second e 
and/or intergenic sequenc 
said fragment in the humari 



single 
:o \a first 



:rgenic sequ 



of said f 
ithatx 



thod of claim 79, wherein 
probes further 
of said fragment, a 
e that is identically 
genome, and (ii) 

a second intronic 
y contiguous to 



82 (newly added) . * \The \n et hoc^of claim 79, wherein 
at least 50% of said offered sYLngle\ eafon nucleic acid probes 
lacks prokaryotic and bacteriophage Vector sequence 



83 (newly added) . The method of claim 79, wherein 
at least 50% of said offered single exof^ nucleic acid probes 
lacks homopolymeric stretches of A or T, 
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84 (newlyV added) . The method of claim 79, wherein 
said eukaryotic genotpe averages at least two introns per gene. 

85 (newly added) . The method of claim 79, wherein 
said eukaryotic genome \ave rages at least three introns per 
gene . 

8 6 (newly added) . The method of claim 79, wherein 

said eukaryotic genome averages at least five introns per gene 

87 (newly addedn. The method of claim 79, wherein 
said genome is a human genome. 



88 (newly 
said steps of respond 
sale and/or license 
digital computer. 

89 (newly 
each of said^of-f-^red 



addegtK^V — TfreN^npthod of claim 79, wherein 
/to fcustomeM query and offering for 

ustomer are performed by 



sequence selected from 
set forth in Tables 4, 
the complements thereof, and ea 
hybridizes under high st)si 
molecule expressed in human cells oir tissues 



:ne querying 



id) . ^3$fe jrfetft^d of claim 88, wherein 
expat probe^ comprises a nucleotide 
sting of exon SEQ ID NOs 
10, 11, 12, and 13, and 
f said single exon probes 
ditions to a nucleic acid 



90 (newly added) . The method of claim 89, wherein 
each of said offered single exon probes comprises a nucleotide 



8 



sequence selected from the group consisting of exon SEQ ID NOs : 
set forth in Table 5> 

91 (newly adVled) . The method of claim 90, wherein 
at least one of said offered single exon probes comprises the 
nucleotide sequence of ^x° n SEQ ID NO: NO: 1724 0. 

92 (newly added). The method of claim 91, wherein 
said at least one single exon probe is offered for sale. 

93 (newly added) \ The method of claim 91, wherein 
said at least one single exbn probe is offered for license. 



94 (newly added) . \ A method of providing human gene 
expression data by subs c rip tioQj comprising: 

making avail^^^yFcorrp^ query a database 

having a plural ityy^f^^ecor^fs^ each regard including data on 
the expression oJ 

responding to a oueryi of saiJa/ database, when received 
from a customed paving a $pbscrlptiopy / to said database, by 

fier of said at least 
for a single exon 



returning at leas 
one record, that include 
probe responsive-tQ__j 

wherein each of 



the single e&on probes responsive to 
said subscription customer^ query awrages at least 100 bp in 
length, includes a fragment of no more than one exon of a 
eukaryotic genome, said Tfragment selectively hybridizable at 
high stringency to an expressed genel and wherein said 
eukaryotic genome averages at least one intron per gene. 
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95 (n&wly added) . The method of claim 94, wherein 
at least 50% of ^aid responsive single exon probes further 
comprise, contiguous to a first end of said fragment, a first 
intronic and/or infeergenic sequence that is identically 
contiguous to said fragment in the genome, 



96 (newly added) . The method of claim 94, wherein 
at least 50% of said responsive single exon probes further 
comprise, (i) contiguous to a first end of said fragment, a 
first intronic and/or intergenic sequence that is identically 
contiguous to said fragment in the human genome, and (ii) 
contiguous to a second £nd ofr said fragment, a second intronic 
and/or intergenic sequenqe_J^na£^ is identically contiguous to 
said fragment in the^TLumater7 genome 1 * 



adde 



97 (ne- 
at least 50% of s&±d res 
lacks prokaryotic and ba 



The 



meth od of claim 94, wherein 
on^k^y&ingle ^xon nucleic acid probes 
teri?6phage vector sequence, 



98 (newly added 
at least 50% of said respdns 
lacks homopolymeric stretches 



fthod of claim 94, wherein 
ive \s*fngle exon nucleic acid probes 
or T. 



99 (newly added) . The method of claim 94, wherein 
said eukaryotic genome averages at least two introns per gene. 
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100 (ne^ly added) . The method of claim 94, wherein 
said eukaryotic genome averages at least three introns per 
gene . 

101 (newly akded) . The method of claim 94, wherein 
said eukaryotic genome averages at least five introns per gene 

102 (newly added) . The method of claim 94, wherein 
said genome is a human genome. 



103 (newly added) . The method of claim 94, wherein 
said step of responding to\ customer query is performed by a 
digital computer . 



I) 



104 (nev^Zy 
each of said res 
nucleotide sequ 
SEQ ID NOs: se 
and 13, and the compleme^ 
exon probes hybridizes uiider hi 
nucleic acid molecule expressed 



exon 



rom 



.ts- 



The met^oji of claim 103, wherein 
comprises a 
group cons i s t ing of exon 
8, 9, 10, 11, 12, 
ch of said single 
cy conditions to a 
\n humsfh cells or tissues. 



:eof, and 



strii 



105 (newly added) . TJ}^ Viet hod of claim 104, wherein 
each of said responsive single exoft probes comprises a 
nucleotide sequence selected from t[^e group consisting of exon 
SEQ ID NOs: set forth in Table 5 
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106 (newly Wded) . The method of claim 105, wherein 
at least one of said Aesponsive single exon probes comprises 
the nucleotide sequence of exon SEQ ID NO: 17240. 

107 (newly add^d) . The method of claim 105, further 
comprising the step of: 



offering said s 



license . 

108 (newly added) . 
said single exon probe is 

10 9 (newly added) . Tf 
said single exon probe is offered 




probe for sale and/ or 



d of claim 107, wherein 
le. 



of claim 107, wherein 
license . 



110 (newly apded) . A method of manufacturing a 
microarray that has single exon probes that share at least one 
customer- identified attribute in common, comprising: 

receiving data\from a customer that identify at least 
one desired common probe attribute; 

identifying witndn a database a plurality of single 
exon probes having the cust\omer-desired probe attribute; and 
then 

addressably disposing said identified probes on a 
support substrate capable of functioning in microarray 
hybridization experiments, 

wherein at least 50%\of the probes addressably 
disposed on said microarray are\single exon probes that include 
a fragment of no more than one exon of a eukaryotic genome, 
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\ 

said fragment selectively hybridizable at high stringency to an 
expressed gene, wherein said plurality of nucleic acid probes 
averages at least »100 bp in length, and wherein said eukaryotic 
genome averages atueast one intron per gene. 

111 (newly\ added) . The method of claim 110, wherein 
at least 95% of the nucleic acid probes addressably disposed on 
said microarray incluae a selectively hybridizable portion of 
no more than one exon of said eukaryotic genome. 

112 (newly adcted) . The method of claim 110, wherein 
at least 50% of the single exon nucleic acid probes addressably 
disposed on said microarray further comprise, contiguous to a 
first end of said fragment\ a first intronic and/or intergenic 
sequence that is identically contiguous to said fragment in the 
genome . \ 

113 (newly added) . \The method of claim 110, wherein 
at least 95% of said single exon nucleic acid probes 
addressably disposed on said microarray further comprise, 
contiguous to a first end of saAd fragment, a first intronic 
and/or intergenic sequence that Is identically contiguous to 
said fragment in the genome . \ 

114 (newly added) . The method of claim 110, wherein 
at least 50% of said single exon nudCLeic acid probes 
addressably disposed said microarray \further comprise, 

(i) contiguous to a first end of said\ fragment , a first 
intronic and/or intergenic sequence that is identically 
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contiguous to said fragment in the human genome, and (ii) 
contiguous to a second end of said fragment, a second intronic 
and/or intergenic sequence that is identically contiguous to 
said fragment in the human genome . 

115 (newly adtied) . The method of claim 110, wherein 
at least 95% of said single exon nucleic acid probes 
addressably disposed said microarray further comprise, 

(i) contiguous to a first end of said fragment, a first 
intronic and/or intergeni\c sequence that is identically 
contiguous to said fragment in the human genome, and (ii) 
contiguous to a second end of said fragment, a second intronic 
and/or intergenic sequence \that is identically contiguous to 
said fragment in the human genome. 

116 (newly added) .\ The method of claim 110, wherein 
at least 50% of said single eVcon nucleic acid probes 
addressably disposed said microarray lack prokaryotic and 
bacteriophage vector sequence. 

117 (newly added) . Th^ method of claim 110, wherein 
at least 95% of said single exon Viucleic acid probes 
addressably disposed said microarray lack prokaryotic and 
bacteriophage vector sequence, 

118 .(newly added) . The method, of claim 110, wherein 
at least 50% of said single exon nucleic acid probes 
addressably disposed said microarray lack homopolymeric 
stretches of A or T. 
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119 (newly added) . The method of claim 110, wherein 
at least 95% of said single exon nucleic acid probes 
addressably disposed said microarray lack homopolymeric 
stretches of A or l\ 

120 (newly added) . The method of claim 110, wherein 
said eukaryotic genome averages at least two introns per gene. 

121 (newly Added) . The method of claim 110, wherein 
said eukaryotic genome\averages at least three introns per 
gene . 

122 (newly add^d) . The method of claim 110, wherein 
said eukaryotic genome averages at least five introns per gene. 

123 (newly added) A The method of claim 110, wherein 
said genome is a human genome^ 

124 (newly added) . fhe method of claim 110, wherein 
said steps of receiving customen data and identifying within a 
database are performed by a digital computer. 

125 (newly added) . The method of claim 124, wherein 
each of said addressably disposed single exon probes comprises 
a nucleotide sequence selected from the group consisting of 
exon SEQ ID NOs : set forth in Tables 4A5, 6, 7, 8, 9, 10, 11, 
12, and 13, and the complements thereof ,\and each of said 



15 



single exon probes \hybridizes under high stringency conditions 
to a nucleic acid molecule expressed in human cells or tissues. 

12 6 (newly Added) . The method of claim 12 5, wherein 
each of said addressabW disposed single exon probes comprises 
a nucleotide sequence selected from the group consisting of 
exon SEQ ID NOs : set forth in Table 5. 

127 (newly added) . The method of claim 126, wherein 
said microarray comprises at least a first single exon probe 
that includes SEQ ID NO: 1724 0 and second single exon probe that 
includes SEQ ID NO: 17651. 

128 (newly added) . The method of claim 127, further 
comprising offering said microarray for sale and/or license. 

129 (newly added) . The method of claim 128, wherein 
said microarray is offered for sale. 

13 0 (newly added) . The method of claim 12 8, wherein 
said microarray is offered for license. 



REMARKS 

In response to the requirements for restriction and 
election of species, applicants elect without traverse to 
prosecute the invention of: 
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